Supplementary Figure 2:
Expanded linkage disequilibrium network analysis (LDna) for 2077 SNPs, 5% MM, 5% MAF, aligned to the female draft genome. Number of edges (E) is equal to 10, Cluster splitting (φ) is equal to 2. Clustering is depicted as a treespace progressing with increasing support for LD, as indicated by r2. Cohort X at r 2 = 1.00, Cohort A at r 2 = 0.54, and Cohort B at r 2 = 0.24 are highlighted in blue, red and green, respectively, as in Figure 3 . All other highlighted cohorts are comprised of fewer than 20 SNPs and are highlighted in purple. 
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